ABSTRACT Xanthomonas arboricola pv. fragariae was described in 2001 as the causal agent of strawberry bacterial leaf blight. We report here the first draft wholegenome sequences of five X. arboricola pv. fragariae isolates from Italy and France.
Average nucleotide identities (ANIs) between these five genomes ranged from 96.57% to 97.69%, thus confirming the species designation but also suggesting some genome content heterogeneity.
The X. arboricola pv. fragariae draft genome sequences presented here add to the existing genomic information and further clarify the complexity of the species X. arboricola.
Accession number(s).
The annotated draft whole-genome sequences of the five X. arboricola pv. fragariae isolates were deposited at ENA under the sequencing project number PRJEB23514. The accession numbers for the isolates are shown in Table 1 .
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